Error-free protein plus nucleic acid libraries have been generated by fusing mRNA to expressed protein and selecting for full-length proteins.
The technique of Cho et al. is as follows. First, the authors synthesize cassettes of RNA coding for sequences of interest flanked by the code for protein purification tags at the amino and carboxyl termini. At the end of each RNA sequence is an adduct of the antibiotic puromycin. Next, the authors add ribosomes and free amino acids. Ribosomes translate the RNA into protein, then stall at the puromycin at the end of the RNA and the protein becomes covalently attached to its message. The covalent protein-RNA fusions are then purified against affinity columns corresponding to the new protein's amino-and carboxy-terminal tags. Proteins in fusions that are selected should have amino and carboxyl termini and, therefore, should be full length.
Reporter's comments
The new technology of Cho et al. is exciting and innovative, but it seems as though a few problems still need to be worked out. It would be interesting to check whether the final expressed proteins are functional, or at least structurally intact, on the RNA fusions. And now that Cho et al. have developed the main library strategy, they will probably need to go back to improve the fidelity of their ligation step and/or the chemical synthesis of their initial sequences. 
